certainly is important, but it's not the whole story. Endogenous SNX1 is enriched on highly curved tubular profiles that emerge from the PtdIns3P-enriched endosome. To achieve such targeting SNX1 employs a combination of binding domains; its PX domain binds PtdIns3P, whilst another domain, a Bin/Amphiphysin/Rvs (BAR) domain, binds to highly curved membranes. By combining these modules, SNX1 can correctly localise to a sub-domain of the endosome. Interestingly, the BAR domain of SNX1 can do more than just sense curvature; it can actually impose curvature upon membranes, deforming liposomes into highly curved membrane tubules, possibly assisting in the generation of transport intermediates. It has previously been hypothesised that there is a ParaHox cluster on human chromosome 13 and mouse chromosome 5 [1], but the precise organisation of these mammalian clusters has not been examined. The mammalian ParaHox cluster is two to three times larger than that of amphioxus, but the relative spacing of genes (i.e. Gsx to Xlox, and Xlox to Cdx) is strikingly similar (Figure 1 We have sequenced an additional 20 kb 5′ ′ of AmphiGsx, and a further 34 kb 5′ ′ of AmphiCdx. These sequences include the non-homeobox genes neighbouring the cluster and allow us to reconstruct the arrangement in the chordate ancestor. Furthermore they reveal that chromosomal rearrangements have happened almost immediately outside the single remaining mammalian ParaHox cluster, but not within it.
Do other SNXs contain BAR domains?
Yes -a sub-group of nine proteins has recently been described, the SNX-BAR proteins, based upon the presence of predicted BAR domains. However, only SNX1 has so far been shown to contain a functional BAR domain. Defining the characteristics of these other BAR domains containing SNXs will be of great interest. It has previously been hypothesised that there is a ParaHox cluster on human chromosome 13 and mouse chromosome 5 [1] , but the precise organisation of these mammalian clusters has not been examined. The mammalian ParaHox cluster is two to three times larger than that of amphioxus, but the relative spacing of genes (i.e. Gsx to Xlox, and Xlox to Cdx) is strikingly similar (Figure 1 We have sequenced an additional 20 kb 5′ ′ of AmphiGsx, and a further 34 kb 5′ ′ of AmphiCdx. These sequences include the non-homeobox genes neighbouring the cluster and allow us to reconstruct the arrangement in the chordate ancestor. Furthermore they reveal that chromosomal rearrangements have happened almost immediately outside the single remaining mammalian ParaHox cluster, but not within it.
Are all
The ParaHox cluster of the chordate ancestor was flanked by CHIC and PRHOXNB genes. Amphioxus has retained this ancestral organisation. Along the mammalian lineage, the ParaHox cluster duplicated to four copies. reported that, in schizophrenic observers, the detection of an oriented target is less facilitated by the presence of collinear 'flanks' than usual. It is unclear, however, whether this reduced performance level arises from impaired lateral connectivity in V1, as the authors conclude, or is the result of other cognitive deficits associated with schizophrenia.
To differentiate these possibilities we require a task for which reduced contextual interactions actually improve performance. Against a backdrop of generalised cognitive impairment, tasks at which schizophrenic observers excel are both rare and revealing: enhanced performance cannot be attributed to general factors and serves to illuminate the condition's underlying neural mechanism [6]. Figure 1A illustrates how contextual suppression can influence normal visual perception by causing the ringed target to appear lower contrast when presented within a high-contrast surround than in isolation [7] . Convergent data from psychophysics and functional magnetic resonance imaging
